Key indicators: single-crystal X-ray study; T = 113 K; mean (C-C) = 0.003 Å; R factor = 0.028; wR factor = 0.071; data-to-parameter ratio = 17.4.
In the molecule of the title compound, C 13 H 13 BrN 2 O 2 S, the dihedral angle formed by the pyridine and benzene rings is 66.87 (3) . An intramolecular N-HÁ Á ÁBr hydrogen bond is observed. In the crystal structure, N-HÁ Á ÁO hydrogen bonds, C-HÁ Á Á interactions and aromatic -stacking interactions [centroid-centroid distance = 3.757 (14) Å ] link the molecules into a three-dimensional network. 
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Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ).
Cg2 is is the centroid of the N2, C1-C5 ring. (Jackson et al., 2005) . We report herein the crystal structure of the title compound, which is one of the key intermediates in our synthetic investigations of new antitumor drugs.
The molecular structure of the title compound is shown in Fig. 1 . The dihedral angle between the benzene and pyridine is 66.87 (3)°. The molecular conformation is stabilized by an intramolecular N-H···Br hydrogen bond (Table 1 ). In the crystal, molecules are linked into a three-dimensional network by intermolecular N-H···O hydrogen bonds and aromatic π-π stacking interactions involving centrosymmetrically related pyridine and benzene rings, with a centroid-to-centroid distance of 3.757 (14) Å. In addition, C-H···π interactions are also present (Table 1 ; Cg1 is the centroid of the C7-C12 benzene ring).
A mixture of 3-bromo-5-methylpyridin-2-amine (18.6 g, 0.1 mol), 4-methylbenzene-1-sulfonyl chloride (38.2 g, 0.2 mol), and pyridine (7.9 g, 0.10 mol), as a catalyst were charged into a three-necked round-bottomed flask fitted with a mechanical stirrer, a thermometer and a nitrogen inlet. The mixture was stirred vigorously at 100°C for 3 h. After the reactor was cooled to room temperature, the reaction solution was poured into water. The resulting solid was filtered, washed with water, dried and recrystallized from the mixture of hexane:ethyl acetate (3:1 v(v) to get colourless crystals suitable for X-ray analysis.
Refinement
The amine H atom was located in a difference Fourier map and refined freely. All other H atoms were positioned geometrically and refined using a riding model, with C-H = 0.95-0.98 Å and with U iso (H) = 1.2 U eq (C) or 1.5U eq (C) for methyl H atoms. Figures   Fig. 1 . The molecular structure of title compound showing 30% probability displacement ellipsoids and the atom-numbering scheme. 
Special details
Hydrogen-bond geometry (Å, °)
Cg2 is is the centroid of the N2, C1-C5 ring. Symmetry codes: (i) x, −y+1/2, z+1/2; (ii) −x+1, −y+1, −z+2.
